Single-crystal X-ray study T = 100 K Mean (C-C) = 0.003 Å R factor = 0.024 wR factor = 0.062 Data-to-parameter ratio = 15.3
the constraint of the chelate [the S1-Sn-S2 angle is only 69.59 (2) , the angle between the Sn-S2 bond and the equatorial plane is 72.10 (9) ]; atom S2 cannot exactly occupy the second trans axial position of the trigonal bipyramid, the angle Cl-Sn-S2 being 156.58 (2) .
The S-C bond lengths [S1-C11 = 1.752 (3) Å and S2-C11 = 1.716 (2) Å ] appear to be characteristic of the thiocarboxylate group and these distances are all intermediate between the values expected for single and double bonds (Tiekink, 1992) .
Experimental
To a solution of 4-(4-nitrophenyl)piperazine-1-carbodithioic acid (0.3 g, 1.059 mmol) in dry methanol (50 ml) was added diethyltin(IV) chloride (0.262 g, 1.059 mmol), dissolved in methanol (30 ml), dropwise and the mixture was stirred vigorously for 3 h. The resulting yellow solid was separated and the filtrate was allowed to evaporate, yielding yellow crystals.
Crystal data
[Sn(C 2 H 5 ) 2 (C 11 H 12 N 3 O 2 S 2 )Cl] M r = 494.65 Monoclinic, P2 1 =c a = 14.1638 (9) Å b = 10.5851 (7) Å c = 14.0247 (9) Å = 115.799 (1) V = 1893.1 (2) Å 3 Z = 4 D x = 1.735 Mg m À3 Mo K radiation = 1.73 mm À1 T = 100 (1) The final difference Fourier map was essentially featureless, except for one peak of 1.25 (9) e Å À3 within 1.0 Å of Cl. All H atoms were freely refined, with C-H = 0.87 (3)-1.01 (4) Å .
Data collection: SMART (Bruker, 2000) ; cell refinement: SAINT-Plus (Bruker, 2000) ; data reduction: SAINT-Plus and XPREP (Bruker, 2000) ; program(s) used to solve structure: DIRDIF99 (Beurskens et al., 1999) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 1997) ; molecular graphics: PLATON (Spek, 2003) ; software used to prepare material for publication: PLATON.
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supporting information sup-1 Acta Cryst. (2006) . E62, m3560-m3561 supporting information Acta Cryst. (2006) . E62, m3560-m3561 [https://doi.org/10.1107/S1600536806047611] The final unit cell was obtained from the xyz centroids of 5242 reflections after integration using the SAINTPLUS software package (Bruker, 2000) . Reduced cell calculations did not indicate any higher metric lattice symmetry and examination of the finalatomic coordinates of the structure did not yield extra symmetry elements (Spek, 1988; Le Page 1987 , 1988 ) D x = 1.735 Mg m −3 Mo Kα radiation, λ = 0.71073 Å Cell parameters from 5242 reflections θ = 2.5-29.6°µ = 1.73 mm −1 T = 100 K Trianglar block, yellow 0.49 × 0.42 × 0.35 mm
Data collection
Bruker SMART APEX CCD area-detector diffractometer Radiation source: fine focus sealed Siemens Mo tube Parallel mounted graphite monochromator Detector resolution: 4096x4096 / 62x62 (binned 512) pixels mm -1 φ and ω scans Absorption correction: multi-scan (SADABS; Sheldrick, 2001) T min = 0.430, T max = 0.549 16982 measured reflections 4661 independent reflections 4332 reflections with I > 2σ(I)
Refinement
Refinement on F 2 Least-squares matrix: full R[F 2 > 2σ(F 2 )] = 0.024 wR(F 2 ) = 0.062 S = 1.07 4661 reflections 305 parameters 0 restraints Primary atom site location: heavy-atom method Secondary atom site location: structureinvariant direct methods Hydrogen site location: difference Fourier map All H-atom parameters refined
where P = (F o 2 + 2F c 2 )/3 (Δ/σ) max < 0.001 Δρ max = 1.25 e Å −3 Δρ min = −0.39 e Å −3 supporting information sup-2 Acta Cryst. (2006) . E62, m3560-m3561
Special details
Geometry. Bond distances, angles etc. have been calculated using the rounded fractional coordinates. All su's are estimated from the variances of the (full) variance-covariance matrix. The cell e.s.d.'s are taken into account in the estimation of distances, angles and torsion angles Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
0.36114 (14) 1.29089 (15) 0.64523 (14) 0.0231 (5) O2 0.48872 (14) 1.27462 (15) 0.59962 (14) 0.0224 (5) N1 0.42322 (16) 1.22714 (17) 0.62536 (14) 0.0168 (5) N2 0.40698 (14) 0.69539 (17) 0.64976 (14) 0.0135 (5) (7) 0.0135 (7) 0.0008 (6) N1 0.0210 (10) 0.0122 (9) 0.0147 (8) −0.0010 (7) 0.0055 (8) −0.0002 (7) N2 0.0134 (9) 0.0120 (8) 0.0154 (8) −0.0012 (6) 0.0067 (7) −0.0012 (6) N3 0.0123 (8) 0.0163 (9) 0.0147 (8) −0.0021 (7) 0.0065 (7) −0.0016 (7) (4) Cl-Sn-S1 87.03 (2) C6-C5-H5 116 (2) Cl-Sn-S2 156.58 (2) C1-C6-H6 118 (2) Cl-Sn-C12 92.99 (8) C5-C6-H6 122 (2) Cl-Sn-C14 98.21 (8) N2-C7-H7 108.1 (16) S1-Sn-S2 69.59 (2) N2-C7-H7′ 112.3 (17) S1-Sn-C12 119.25 (6) C8-C7-H7 109.4 (15) S1-Sn-C14 116.36 (7) C8-C7-H7′ 110.4 (15) S2-Sn-C12 97.14 (8) H7-C7-H7′ 106 (3) S2-Sn-C14 93.65 (8) N3-C8-H8 107.7 (19) 
